We report here the complete and annotated genome sequence of Pectobacterium brasiliense 1692, a Gram-negative enterobacterium that can cause soft rot disease in many plant hosts.
(PGAP v4.10) (16) . It contained 4,310 genes in total, with 4,139 protein-coding genes, 65 pseudogenes, 8, 7, and 7 rRNA-coding sequences (5S, 16S, and 23S rRNAs, respectively), 77 tRNAs, and 7 noncoding RNAs. Two clustered regularly interspaced short palindromic repeat (CRISPR) arrays were found in the genome.
Data availability. The P. brasiliense 1692 genome sequence has been deposited at NCBI GenBank under the accession number CP047495. The Nanopore and Illumina raw reads have been deposited in the Sequence Read Archive (SRA) under the accession numbers SRR10850513 and SRR10850514, respectively.
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